Abstract. Correlation between microRNA (miRNA)-206 and miRNA-145 expression and prognosis in breast cancer was investigated. Breast cancer specimens and paracancerous tissues of 372 breast cancer patients who underwent surgical resection in the First Affiliated
Introduction
Breast cancer is one of the most common malignant tumors in women, accounting for 8-12% of all malignancies (1). Coates et al (2) showed that in 2015 breast cancer affected approximately 1.4 million new cases, and the incidence is rising. Breast cancer frequently occurs in developed countries in Europe and North America, and incidence is highest in the United States (3). Turner et al (4) predict that the incidence of breast cancer will exceed 50% within the next 50 years and will become the second most common malignant tumor after gastric cancer. In addition, breast cancer at early stage usually shows no obvious symptoms, and can be easily ignored, leading to the high mortality rate. Hindié and Groheux (5) showed that the 5-year survival rate of breast cancer patients was only 62.4%. Because of its high incidence and mortality, breast cancer has long been a hot clinical research topic. MicroRNAs (miRNAs) have been proven to participate in the development of many types of tumors (6) (7) (8) . Among them, miRNA-206 and miRNA-145 were proved by Sun et al (9) to be associated with female ovarian cancer. Therefore, we speculate that miRNA-206 and miRNA-145 may also show unique expression in breast cancer. Our study investigated the application values of miRNA-206 and miRNA-145 as prognostic or therapeutic indicators for breast cancer. (Table Ⅱ) .
Patients and methods

Patient
Detection methods. Breast cancer tissue (80 mg) was ground in liquid nitrogen. TRIzol reagent was added and mixed, and the mixture was kept at room temperature for 30 min. Total RNA was extracted in strict accordance with the manufacturer's instructions. The extracted RNA was tested by ultraviolet spectrophotometer (Bio Rad, Hercules, CA, USA) and electrophoresis to determine the concentration and purity. Total RNA was then reverse-transcribed according to the instructions of reverse transcription kit, and cDNA samples were stored at -20˚C. PCR reaction system was prepared according to the manufacturer's instructions (10.5 µl), and DEPC water was added to make a 20 µl volume. PCR reaction conditions: 94˚C for 10 min, followed by 40 cycles of 94˚C for 45 sec, 60˚C for 45 sec and 72˚C for 45 sec. Data were analyzed using the software provided by the manufacturer by 2 -ΔΔCq method (11). U6 was used as endogenous control. The average of three replicates was used as the final result.
Statistical analysis. SPSS 22.0 statistical software was used for data analysis. Measurement data are expressed as mean x standard deviation (SD), comparisons between two groups was performed by t-test. Enumeration data were expressed as rate. Survival curves were plotted using Kaplan-Meier method and compared by log-rank test. P<0.05 indicated that the difference was statistically significant.
Results
miR-145 expression.
Expression level of miR-145 in breast cancer tissues was 2.24±1.23, and in paracancerous tissues was 6.24±1.51. Expression level of miR-145 in breast cancer tissues was significantly lower than that in paracancerous tissues (t=39.61, p<0.001) (Fig. 1). miR-206 expression. Expression level of miR-206 in breast cancer tissues was 0.76±0.24, and in paracancerous tissues was 0.12±0.08. Expression level of miR-206 in breast cancer tissues was significantly higher than that in paracancerous tissues (t=48.79, p<0.001) (Fig. 2) .
Prognosis of patients.
According to the median value of miR-145 and miR-206 expression, patients were divided into miR-145 high expression group (≥2.24, 219 cases), miR-145 low expression group (<2.24, 153 cases), miR-206 high expression 
Discussion
Breast cancer is a malignant tumor that seriously affects life and health of females. Incidence and mortality of breast cancer rank in the top area among all malignancies (12) . Breast cancer at early stage shows no obvious symptoms and most patients are diagnosed at advanced stages, and thus missing the best treatment time, leading to poor prognosis. At present, pathogenesis of breast cancer is still unclear. Poortmans et al (13) believed that the occurrence of breast cancer is mainly caused by genetic factors, while Tutt et al (14) showed that the occurrence of breast cancer is closely related to cancer stem cells. miRNAs as a group of endogenous non-protein-coding RNA (15, 16) have been proved to be directly involved in tumorigenesis and development. Most miRNAs are highly conserved, cell-specific, and have a strong ability to regulate cell proliferation and apoptosis (17) . Among them, miR-206 plays a key role in the regulation of cell proliferation, apoptosis, invasion and migration. miR-206 may play a role as a tumor suppressor gene and may also have oncogenic functions and has been proven to promote muscle differentiation by downregulating the P180 subunit of DNA polymerase and muscle transcription factors (18) . miR-145 is expressed in many eukaryotic organisms and plays a role in regulating gene expression and has multiple targets that are associated with oncogenes (19) . With the deepening of research, miR-206 and miR-145 have been proven to be closely correlated with breast cancer. Therefore, in this study, expression levels of miR-206 and miR-145 in breast cancer and paracancerous tissues were measured, and the correlation with prognosis were analyzed with an expectation of providing references for diagnosis and treatment of breast cancer.
The results of this study indicate that miR-206 is upregulated in breast cancer tissues and miR-145 is downregulated in breast cancer tissues. This is in agreement with the finding by Kim et al (20) and Oksuz et al (21) on the role of miR-206 and miR-145 in ovarian and uterine cancer, suggesting that miR-206 and miR-145 may be involved in the occurrence and development of breast cancer. Expression of miR-206 and miR-145 may be related to the severity of breast cancer, the degree of differentiation, lymph node metastasis and the depth of invasion. miR-206 and miR-145 can be used as tumor markers in the early diagnosis of breast cancer because they can downregulate mRNA expression of ERα and its coregulatory proteins, inhibit the proliferation of breast cancer cells and participate in the development of breast cancer. However, the mechanism of miR-206 and miR-145 in breast cancer remains unclear.
miR-206 and miR-145 may also inhibit the development of breast cancer. Because miR-206 is upregulated in breast cancer and miR-145 is downregulated, and high level of miR-206 expression and level of miR-145 expression was correlated with poor prognosis, suggesting that miR-206 and miR-145 can be used as a prognostic indicator for patients with breast cancer.
There are still some shortcomings in this study. For example, the sample size was small, and it is not ruled out that there may be differences in expression levels of miR-206 and miR-145 among different age groups. We will conduct a longer follow-up survey of patients in this study to confirm our conclusions.
In conclusion, miR-206 is upregulated and miR-145 is downregulated in breast cancer tissues, which may affect the prognosis of patients. miR-206 and miR-145 may be used as important prognostic indicators for patients with breast cancer in the future.
